Simple methods for the rapid exchange of flow cytometric data between remote centers TO 
Step-by-step guide to the methods described taining flow cytometric data were compressed by using the MacZip software (downloaded free of charge from the Web site www.download.com) and were uploaded to the personal Web site of the operator in Guatemala City (created using tools available through the World-wide Web at www.geocities.com and www.guate.net). The operator in Memphis downloaded the files from the Web site, decompressed them by using MacZip, and analyzed them with the CellQuest software. This approach did not allow remote manipulation of instrument settings or real-time remote sample acquisition and analysis. However, it did allow virtually instantaneous transfer of data at a minimal cost (that of a local telephone call). We have used this method to exchange results of three-color immunophenotyping and DNA content analysis performed in over 20 diagnostic bone marrow samples obtained from patients with suspected hematological malignancy, and found it to be fast and reliable. Unauthorized access to the data is unlikely because the files are labeled by code numbers and can be opened only by CellQuest software (available only to operators of Becton Dickinson flow cytometers). Further, full access to the Web site can be restricted to password holders. The use of Web publishing software allows the addition of supplemental information, such as images illustrating cell morphology, cytochemistry, karyotype, etc, to the Web site to aid in the interpretation of the flow cytometric data.
In this study, we used computer hardware which is commonly available as part of the Becton Dickinson flow cytometers. Using methods identical to those described, we could also control the flow cytometer using a laptop computer (Powerbook G3 with a 266 G3 mHz processor and a standard built-in 56 K modem). Thus, investigators can analyze flow cytometry data collected in their laboratories while they are away. In addition to the software that we used, there are other utilities which we did not test but are likely to allow effective links between remote flow cytometers or between a flow cytometer and a laptop computer. For example, SpeedShare Pro (Qdea, St Paul, MN, USA), Apple Remote Access (Apple Computer, Cupertino, CA, USA) and NetPresenz (Stairways Software, Booragoon, WA, Australia) should allow remote control of the flow cytometer settings and/or data transfer. Other permutations, such as links with Timbuktu Pro via Internet could also be useful and need to be explored.
The simple and economical methods described here should greatly facilitate interactions between flow cytometry centers. Although our primary interest is the exchange of data used for the immunophenotyping of leukemia, these methods are clearly applicable to all uses of flow cytometry. We believe that these methods would particularly benefit multicenter clinical trials by allowing the transfer of flow cytometric data to a central site for uniform analysis. They would also allow experienced operators to train or closely monitor less experienced operators in conducting analyses, thus improving the accuracy of diagnosis while providing continuing education. Finally, the systematic comparison of the parameter used for disease classification in multiple centers should help the achievement of widely accepted consensus criteria, and the development of automated classification programs.
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Granulocyte colony-stimulating factor receptor expression and 11q23/MLL genotype in childhood acute lymphoblastic leukemia developing during the first 18 months of life TO THE EDITOR Granulocyte colony-stimulating factor (G-CSF) regulates myeloid differentiation and is particularly important for neutrophilic granulocyte maturation. Clinically, G-CSF is frequently used to shorten the neutropenic period following intensive multiagent cancer chemotherapeutic regimens. 1 Since leukemia cells may express functional G-CSF receptors, it is of importance to assess whether clinical application of G-CSF may have an impact on the course of disease in such cases. Recently, Inukai et al 2 described a case of a 20-month-old boy with an acute lymphoblastic leukemia (ALL) bearing an 11q23 translocation and expressing the G-CSF receptor. Of interest, the investigators described that proliferation of leukemia cells was triggered by application of recombinant G-CSF. Furthermore, when eight additional cell lines (1 monocytic, 4 biphenotypic, and 3 lymphoid) with 11q23 translocations (4 t(4;11) and 4 t(11;19)) were analyzed, the investigators detected G-CSF receptor expression in all of them and suggested a possible role of G-CSF in the growth regulation of Van leukemic cells with 11q23 translocations. 2 To address the question of such a genotype-phenotype association in our patient population, we analyzed G-CSF receptor expression and 11q23/MLL genotype in eight ALL patients up to 18 month of age. Patients were selected from the ALL-BFM 90 and ALL-BFM 95 trials of childhood ALL, 3 conducted by the Berlin-Frankfurt-Mü nster (BFM) study group, according to age at diagnosis (р18 month) and based on the availability of a cryopreserved initial bone marrow sample. The percentage of leukemic blasts in the selected initial bone marrow samples ranged from 85 to 98%. Immunophenotyping and definition of phenotypic subgroups were essentially as described before. 4 Surface antigens were considered positive when у20% of leukemia cells expressed the respective surface marker with more than 98% fluorescence intensity. Myeloid antigens tested for co-expression included CD13, CD33, and CD65s. All these analyses were carried out at the time of diagnosis. Flow cytometric analysis of G-CSF receptor expression was performed by use of cryopreserved initial mononuclear bone marrow samples and the mouse monoclonal anti-G-CSF receptor antibody Mab 129 (IgG1). 5 Cytogenetic analyses were carried out at the time of diagnosis using standard techniques. 6 MLL genotyping was performed as described before using genomic DNA isolated from cryopreserved initial leukemic bone marrow samples.
